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FIGURE 3 
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FIGURE 4 



Figure 4A 
SEQ ID No.l 

TTCGGCTCCGACATGGAAG ^XG GACCTTCTAATAATGCGAGCTGCTTCCGAAGGCTGACC 6 0 

GAGTGCTTCCTGAGCCCCAGTTTGACAGATGAAAAAGTGAAGGCATATCTTTCTCTTCAC 120 - 

CCCCAGGTATTAGATGAATTTGTATCTGAAAGTGTTAGTGCAGAGACAGTAGAGAAATGG 180 I 

CTGAAGAGGAAGAACAACAAATCAGAAGATGAATCAGCTCCTAAGGAAGTCAGCAGGTAC 24 0 

CAAGATACGAATATGCAGGGAGTTGTATATGAACTAAACAGCTATATAGAACAACGGTTG 3 00 

GACACAGGAGGAGACAACCAGCTACTCCTCTATGAACTGAGCAGCATCATTAAAATAGCC 360 

ACAAAAGCCGATGGATTTGCACTGTATTTCCTTGGAGAGTGCAATAATAGCCTGTGTATA 42 0 

TTCACGCCACCTGGGATAAAGGAAGGAAAACCCCGCCTCATCCCTGCTGGGCCCATCACT 4 80 

CAGGGCACCACCGTCTCTGCTTATGTGGCCAAGTCCAGGAAAACACTGCTAGTAGAAGAC 540 

ATCCTTGGAGATGAACGATTTCCAAGAGGTACTGGACTGGAATCAGGGACTCGTATCCAG 600 

TCTGTTCTTTGCTTACCAATTGTCACTGCAATTGGTGACTTGATTGGTATTCTCGAGCTG 660 

TATCGGCACTGGGGCAAAGAAGCCTTCTGTCTTAGTCZACCAGGAGGTTGCAACAGCIAAAT 720 

CTTGCCTGGGCTTCAGTAGCAATACATCAGGTGCAGGTATGCAGAGGCCTTGCCAAACAG 780 

ACAGAATTGAATGACTTCCTACTCGACGTATCAAAAACATATTTTGATAACATAGTTGCA 84 0 

ATAGATTCTCTACTTGAACACATAATGATATATGCAAAAAACCTGGTGAATGCCGATCGT 900 

TGTGCACTTTTCCAGGTGGACCATAAGAACAAGGAGTTATATTCAGACCTTTTTGATATT 960 

GGAGAGGAAAAGGAAGGAAAACCTGTCTTCAAGAAGACCAAAGAGATAAGATTTTCAATT 1020 

GAGAAAGGAATTGCTGGCCAAGTAGCAAGAACAGGGGAAGTCCTGAACATTCCAGATGCC 108 0 

TATGCAGACCCACGCTTTAACAGAGAAGTAGACTTGTACACAGGCTACACCACGCGGAAC 114 0 

ATCCTGTGCATGCCCATCGTCAGCCGAGGCAGCGTGATAGGTGTGGTGCAGATGGTCAAC 1200 

AAAATCAGTGGCAGTGCCTTCTCTAAAACAGATGAAAACAACTTCAAAATGTTTGCCGTC 1260 

TTTTGTGCTTTAGCCTTACACTGTGCTAATATGTATCATAGAATTCGCCACTCAGAGTGC 1320 

ATTTACCGGGTAACGATGGAAAAGCTGTCCTACCATAGCATTTGTACTTCAGAAGAGTGG 13 8 0 

CAAGGTCTCATGCAATTCACCCTTCCCGTGCGTCTCTGCAAAGAAATTGAATTATTCCAC 144 0 

TTTGACATTGGTCCTTTTGAAAACATGTGGCCTGGAATTTTTGTCTACATGGTTCATCGG 1500 

TCCTGTGGGACATCCTGCTTTGAGCTTGAAAAGTTGTGTCGTTTTATTATGTCTGTGAAG 156 0 

AAGAACTATCGGCGGGTTCCTTATCACAACTGGAAGCATGCGGTCACTGTAGCACACTGC 162 0 

ATGTATGCCATACTTCAGAACAATCACACGCTTTTCACAGACCTTGAGCGCAAAGGACTG 168 0 

CTGATTGCGTGTCTGTGTCATGACCTGGACCACAGGGGCTTCAGTAACAGCTACCTGCAG 174 0 

AAGTTCGACCACCCTCTGACCGCTCTCTACTCCACTTCCACCATGGAGCAGCACCACTTC 1800 

TCCCAGACTGTGTCCATCCTTCAGTTGGAAGGGCACAATATCTTCTCCACTCTGAGCTCC 18 6 0 

AGTGAATATGAGCAGGTGCTTGAGATCATCCGCAAAGCCATCATTGCCACAGACCTTGCT 1920 

TTATACTTTGGAAACAGGAAGCAGTTGGAAGAGATGTACCAGACCGGATCACTAAACCTT 1980 

AATAATCAATCACATAGAGACCGTGTAATTGGTTTGATGATGACTGCCTGTGACCTTTGT 2 04 0 

TCTGTGACAAAACCGTGGCCCGTTACAAAATTGACGGCAAATGATATATATGCAGAATTC 2100 

TGGGCTGAGGGTGATGAAATGAAGAAATTGGGAATACAGCCTATTCCTATGATGGACAGA 216 0 

GACAAGAAGGATGAAGTCCCCCAAGGCCAGCTTGGGTTCTACAATGCCGTGGCCATTCCC 2220 

TGCTATACAACCCTTACCCAGATCCTCCCTCCCACGGAGCCTCTTCTGAAAGCATGCAGG 22 8 0 

GATAATCTCAGTCAGTGGGAGAAGGTGATTCGAGGGGAGGAGACTGCAACCTGGATTTCA 23 4 0 

TCCCCATCCGTGGCTCAGAAGGCAGCTGCATCTGAAGATTGAGCACTGGTCACCCTGACA 24 0 0 

CGCTGTCCCACCTACAGATCCTCATCTTGCTTCTTTGACATTCTTTTCCTTTTTTGGGGG 24 6 0 

GGGTGGGGGGAACCTGCACCTGGTAACTGGGGTGCAAACCTCTTCAAGAAGGTAACATCA 2 52 0 
AATAAATAAGTCAAGCAGAAAAAAAAAAAAAAAA 2 5 57 
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FIGURE 4 Continued 



Figure 4B 
SEQ ID NO. 2 

MEDGPSNNASCJ ^RLTfe cFLSPSLTDE 60 
NNKS EDE S APKEVS RYQDTNMQG WYELNS YI EQRLDTGGDNQLLLYELS S 1 1 KIATKAD 120 
iGFALYFLGEO^SLCIFTPPGIKEGKPRIilPAGPITQGTTVSAYVAKSRKTLLVEDILGD 180 
ERFPRGTGLESGTRIQSVLCLPIVTAIGDIilGILELYRHWGKEAFCLSHQEVATANIAWA 240 
SVAIHQVQVCRGLAKQTELNDFLLDVSKTYFDNIV^ 3 00 

QVDHKNKELYSDLFDIGEEKEGKPVFKKTKEIRFSIEKGIAGQVARTGEVLNIPDAYADP 360 
RFNREVDLYTGYTTRNILCMPIVSRGSVIGVVQKVNKISGSAFSKTDENNFK^ 420 
ALHCANMYHRIRHS EC I YRVTMEKLS YHS I CTS EE WQGLMQFTLiPVRLCKE IELFHFD I G 4 8 0 
PFEN^PGIFVYMVHRSCGTSCFELEKLCRFIM 54 0 

LQNNHTLFTDLERKGLLIACLCHDI^^ 600 
S ILQLEGHNIFSTLSS SEYEQVLEI IRKAI IATDLALYFGNRKQLEEMYQTGSLNLNNQS 660 
HRDRVIGLMMTACDLCSVTKPWPVTKLTANDIYAEFWAEGDEMKKLGIQPIP 720 
EVPQGQLGFYNAVAIPCYTTLTQILPPTEPLLKACRDNLSQWEKVIRGEETATWISSPSV 780 
AQKAAASED 78 9 
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FIGURE 5 



Figure 5A 
SEQ ID No. 3 

ACATAGCTGGGTGCAATGTAAGTGCCTGGCTGAAGTTTGACACGCGAACGGACGGCCCGC 6 0 
TGGAATTCTGTGCTATGAGCCGGAGTAGAAAGAGAGATTTGGACTCTGCAACACCAAGGT 12 0 
. AGTCGTTGAAGCCACAGTCGTGAATGGAGACCAGGAGTGAATAGTGGGAGTGAGCAGAAG 18 0 
TCGGAGGATAGGACAGAAGAAGGCAGAGCCATGGAGCACCCTGGAGAGGTGTGACCCGGC 24 0 
AAGATCCTGAGATGGAAGGTAGCACGGCCTGGAGTTCAGAAGCGGAGCCTCAAGAGGGAA 300 
GAAGCCAGATGCTCCAGAGAGCAGGTTTGACAGATGAAAAAGTGAAGGCATATCTTTCTC 360 
TTCACCCCCAGGTATTAGATGAATTTGTATCTGAAAGTGTTAGTGCAGAGACAGTAGAGA 42 0 
AATGGCTGAAGAGGAAGAACAACAAATCAGAAGATGAATCAGCTCCTAAGGAAGTCAGCA 4 80 
GGTACCAAGATACGAATATGCAGGGAGTTGTATATGAACTAAACAGCTATATAGAACAAC S 4 0 
GGTTGGACACAGGAGGAGACAACCAGCTACTCCTCTATGAACTGAGCAGCATCATTAAAA 600 
TAG C CACAAAAGCCG ATGGATTTG CACTGTATTT CCTTGGAGAGTGCAATAATAGCCTGT 66 0 
GTATATTCACGCCACCTGGGATAAAGGAAGGAAAACCCCGCCTCATCCCTGCTGGGCCCA 720 
TCACTCAGGGCACCACCGTCTCTGCTTATGTGGCCAAGTCCAGGAAAACACTGCTAGTAG 78 0 
AAGACATCCTTGGAGATGAACGATTTCCAAGAGGTACTGGACTGGAATCAGGGACTCGTA 84 0 
TCCAGTCTGTTCTTTGCTTACCAATTGTCACTGCAATTGGTGACTTGATTGGTATTCTCG 900 
AGCTGTATCGGCACTGGGGCAAAGAAGCCTTCTGTCTTAGTCACCAGGAGGTTGCAACAG 960 
CAAATCTTGCCTGGGCTTCAGTAGCAATACATCAGGTGCAGGTATGCAGAGGCCTTGCCA 1020 
AACAGACAGAATTGAATGACTTCCTACTCGACGTATCAAAAACATATTTTGATAACATAG 108 0 
TTGCAATAGATTCTCTACTTGAACACATAATGATATATGCAAAAAACCTGGTGAATGCCG 1140 
ATCGTTGTGCACTTTTCCAGGTGGACCATAAGAACAAGGAGTTATATTCAGACCTTTTTG 12 00 
ATATTGGAGAGGAAAAGGAAGGAAAACCTGTCTTCAAGAAGACCAAAGAGATAAGATTTT 12 60 
CAATTGAGAAAGGAATTGCTGGCCAAGTAGCAAGAACAGGGGAAGTCCTGAACATTCCAG 13 20 
ATGCCTATGCAGACCCACGCTTTAACAGAGAAGTAGACTTGTACACAGGCTACACCACGC 13 8 0 
GGAACATCCTGTGCATGCCCATCGTCAGCCGAGGCAGCGTGATAGGTGTGGTGCAGATGG 144 0 
TCAACAAAATCAGTGGCAGTGCCTTCTCTAAAACAGATGAAAACAACTTCAAAATGTTTG 1500 
CCGTCTTTTGTGCTTTAGCCTTACACTGTGCTAATATGTATCATAGAATTCGCCACTCAG 1560 
AGTGCATTTACCGGGTAAGGATGGAAAAGCTGTCCTACCATAGCATTTGTACTTCAGAAG 162 0 
AGTGGCAAGGTCTCATGCAATTCACCCTTCCCGTGCGTCTCTGCAAAGAAATTGAATTAT 168 0 
TCCACTTTGACATTGGTCCTTTTGAAAACATGTGGCCTGGAATTTTTGTCTACATGGTTC 174 0 
ATCGGTCCTGTGGGACATCCTGCTTTGAGCTTGAAAAGTTGTGTCGTTTTATTATGTCTG 18 00 
TGAAGAAGAACTATCGGCGGGTTCCTTATCACAACTGGAAGCATGCGGTCACTGTAGCAC 1 E6 0 
ACTGCATGTATGCCATACTTCAGAACAATCACACGCTTTTCACAGACCTTGAGCGCAAAG 1920 
GACTGCTGATTGCGTGTCTGTGTCATGACCTGG ACCACAGGGGCTTCAGTAACAGCTACC 1980 
TGCAGAAGTTCGACCACCCTCTGACCGCTCTCTACTCCACTTCCACCATGGAGCAGCACC 2 04 0 
ACTTCTCCCAGACTGTGTCCATCCTTCAGTTGGAAGGGCACAATATCTTCTCCACTCTGA 210 0 
GCTCCAGTGAATATGAGCAGGTGCTTGAGATCATCCGCAAAGCCATCATTGCCACAGACC 2160 
TTGCTTTATACTTTGGAAACAGGAAGCAGTTGGAAGAGATGTACCAGACCGGATCACTAA 222 0 
ACCTTAATAATCAATCACATAGAGACCGTGTAATTGGTTTGATGATGACTGCCTGTGACC 2 2 8 0 
TTTGTTCTGTGACAAAACCGTGGCCCGTTACAAAATTGACGGCAAATGATATATATGCAG 2 34 0 
AATTCTGGGCTGAGGGTGATGAAATGAAGAAATTGGGAATACAGCCTATTCCTATGATGG 24 00 
ACAGAGACAAGAAGGATGAAGTCCCCCAAGGCCAGCTTGGGTTCTACAATGCCGTGGCCA 24 60 
TTCCCTGCTATACAACCCTTACCCAGATCCTCCCTCCCACGGAGCCTCTTCTGAAAGCAT 2 52 0 
GCAGGGATAATCTCAGTCAGTGGGAGAAGGTGATTCGAGGGGAGGAGACTGCAACCTGGA 2 580 
TTTCATCCCCATCCGTGGCTCAGAAGGCAGCTGCATCTGAAGATTGAGCACTGGTCACCC 2 64 0 
TGACACGCTGTCCCACCTACAGATCCTCATCTTGCTTCTTTGACATTCTT.TTCCTTTTTT 2 7 00 
GGGGGGGGTGGGGGGAACCTGCACCTGGTAACTGGGGTGCAAACCTCTTCAAGAAGGTAA 2760 
CATCAAATAAATAAGTCAAGCAGAAAAAAAAAAAAAAA 2 7 99 
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FIGURE 5 Continued 



Figure SB 
SEQ ID No. 4 

MEGSTAWSSEAEPQEGRSQ^QRAGLTDEKVKAYLSLHPQ^ 6 0 

RKNNKS EDES APKEVS RYQDTNMQGWYELNS Y I EQRLDTGGDNQLLLYELS S I IKIATK 120 

ADGFALYFLGECNNSLCIFTPPGIKEGKPRLIPAGPITQGTTVSAYVAKSRKTLLVEDIL 180 

GDERFPRGTGLESGTRIQSVLCLPIVTAIGDLIGILELYRHWGKEAFCLSHQEVATANLA 240 

WAS VAI HQVQVCRGLAKQTELNDFLLD VS KTYFDNI VAI D S LLEH IMI YAKNLVNADRCA 3 0 0 

LFQVDHKNKELYS DLFD I GE E KEGKP VFKKTKE IRFSI EKG IAGQVARTGEVIiNT PDAYA 360 

DPRFNREVDLYTGYTTRNILCMPIVSRGSVIGWQMVN^ 420 

AIJU^CANMYKRIRHSECIYRVTMEKL^ 4 80 

I G P FENMWPG I FVYMVHRS CGTS CFELEKLCRF IMS VKKNYRRVP YHNWKHAVTVAHCMY 540 

AILQN1TOTLFTDLERKGLLIACLCHDLDHRGFSNSYLQKFDHPLTALYSTSTMEQHHFSQ 600 

TVS I LQLEGKNI FSTLSSS EYEQVLE 1 1 RKAI I ATDLALYFGNRKQLEEMYQTG S LNLNN 660 

QSHRDRVIGI>iOTACDLCSVTKPWPVTKLTA2^ 720 

KDEVPQGQLGFYNAVAIPCYTTLTQILPPTEPLLKACRDNLSQWEKV'IRGEETATWISSP 7 8 0 

S VAQKAAAS ED 7 91 
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FIGURE 5 Continued 



Figure 5C 



PDE11A1 

MEDGPSNNASCF RRLTECFLSPSLTDEKVKAYLSI^PQV 

I 

PDE11A2 

MEGSTAWSSEAEPQEGRSQMLQRAGLTDEKVTCAYLSLHPQ 



I 
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FIGURE 6 
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FIGURE 7 



7A 

\ 




[cAMP] 



Variable Value Std. Err. 

Intercept 0.0238 0.0029 (Km/Vmax) 

Slope 0.0521 0.0011 (1/Vmax) 
Km 0.456 



7B 




0 20 40 60 



[cGMP] 

Variable VaJue Std. Err. 

Intercept 0.0360 0.0038 (Km/Vrnax) 
Slope 0.0090 0.0002 (1/Vmax) 
Km 4.0 
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FIGURE 8 
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FIGURE 9 
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Figure 10 



Length - 789 

Score - 1527 (709.8 bits). Expect - 1.7e-213. P - 1.7e-213 
Identities - 292/300 (97*). Positives - 298/300 (99%) 



i 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



1 FLGECNNSLCVFIPPGMKEGQPRLIPAGPITQGTTISAYVAKSRKTLLVEDILGDERFPR 60 
FLGECNNSLC+F PPG+KEG+PRLIPAGPITQGTT+SAYVAKSRKTLLVEDILGDERFPR 
126 FLGECNNSLC I FTPPGI KEGKPRL I PAGP ITQGTTVSAYVAKSRKTLLVED I LGDERFPR 185 

61 GTGLESGTRIQSVLCLPIVTAIGDLIGILELYRHWDKEAFCLSHQEVATANLAWASVAIH 120 
GTGLESGTRI QS VLCLP I VTAIGOL IG I LELYRHW KEAFCLSHQEVATANLAWASVAIH 
186 GTGLESGTRIQSVLCLPIVTAIGDLIGILELYPJHWGKEAFCLSHQEVATANLAWASVAIH 245 

121 QVQVCRGLAKQTELNDFLLDVSKTYFONI VAIDSLLEHI 1 1 YAKNLVNAORCALFQVDHK 180 

QVQVCRGLAKQTELNOFLLOVSKTYFDNIVAIDSLLEHI+IYAKNLVNADRCALFQVDHK 
246 QVQVCRGLAKQTELNDFLLDVSKTYFDNIVAIDSLLEHIMI YAKNLVNAORCALFQVDHK 305 

181 NKELYSDLFDIGEEKEGKPIFKKTKEIRFSIEKGIAGQVARTGEVLNIPDAYADPRFNRE 240 

NKELYSDLFDIGEEKEGKP+FKKTKEIRFSIEKGIAGQVARTGEVLNIPOAYADPRFNRE 
306 NKELYSDLFDIGEEKEGKPVFKKTKEIRFSIEKGIAGQVARTGEVLNIPDAYADPRFNRE 365 

241 VDLYTGYTTRNILCMPIVSRGSVIGVVQMVNKISGSAFSKTDENNFKMFAVFCALALHCA 300 

VDLYTGYTTRNILCMPIVSRGSVIGVVQMVNKISGSAFSKTDENNFKMFAVFCALALHCA 
366 VOLYTGYTTRNILCMPIVSRGSVIGVVQMVNKISGSAFSKTDENNFKMFAVFCALALHCA 425 
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FIGURE 1 1 

HumanPDEllAl_ 
HumanPDEllA2_ 
MousePDEllA3 



M E - - DG P SNNAS CFRRLTECFLS P SLTDEKVKAYLS LHPQVLDEFVS ES VS AETVEKWLK 
MEGSTAWS S EAE PQEGRSQMLQRAGLTD EKVKAYLS LHPQVLDEFVSESVS AETVEKWLK 
ME--DGPSNNASCFRRLTECFLSPSLTDEKVKAYLSLHPQVLDEFVSESVSAETVEKWLK 



HumanPDE 11A1_ RKNNKS ED ES AP KEVSRYQDTNMQGVVYELNS YI EQRLDTGGDNQLLLYELS S 1 1 KI ATK 

Human PDE11A2_ RIQWKSEDESAPKEVSRYQDTNMC^VVYEI^SYIEQRIJDTGGDNQLIXYELSS 1 1 KIATK 

Mou S e PDE1 1A3 _ RKTNKAKDEPS P KEVSRYQDTNMQGWYELNS YI EQRLDTGGDNHLLLYSLSS I IRIATK 



HumanPDEl 1A1_ 
HuraanPDEllA2~ 
MousePDEllA3~ 



ADGFALYFI^ECNNSLCIFTPPGIKEGKPRLIPAGPITQGTTVSAYVAKSRKTLLVEDIL 
ADG FALYFLGECNNSLCIFTP PG I KEGKPRLI PAGPITQGTTVSAYVAKSRKTLLVEDIL 
ADGFALYFIX3EQJNSLCWIPPGMKXGQPRLIPAGPITQGTTISAYVAKSRXTLLVEDIL 



HumanPDEllAl_ GDERFPRGTGLESGTRIQSVLCLPIVTAIGDLIGILELYRHWGKEAFCI^HQEVATAl^ 
HumanPDEllA2__ GDERFPRGTGLESGTRIQSVLCLPIVTAJGDLIGII^LYRHWGKEAFCLSH^ 
MousePDEllA3_ GDERFPRGTGLESGTRIQSVLCI.PrVTAXGDLIGILEiYRHWGKEAFCI^HQEVATANIA 



HumanPDEllAl_ 
HumanPDEllA2~ 
MousePDEllA3~ 

I 

HumanPDEllAl_ 
HumanPDEIlA2~ 
MousePDEllA3~ 



WASVAIHQVQVCRGLAKQTELhTOFIJLl5VSKXYFDNIVAIDSL^ 

WASVAIHQVQVCRGUUCQTELNDFLLDVS KTYFDNXVAIDSLLEHIMI YAKNLVNADRCA 
WASVAI HQVQVCRGLAKQTELND FLLDVS KTYFDNI VAI DSI*LEH IMXYAKNL VNADRCA 



LFQVDHKNKELYSDLFD I GEEKEGKPVFKXTKEIRFS I EKG IAGQVARTGEVLNI PDAYA 
L FQ VDHKNKEL YS DLFD I G EEKEG KPVFKKTKE IRFS I EKG IAGQVARTGEVLNI PD AYA 
LFQVDHKNKXLYSDLFDIGEEKEGKPIFK^OTCEIRFSIEKGIAGQVARTGEVI^IPDAYA 



KumanPDEllAl_ DPRFNREVDLYTGYTTRNILCMPIVSRGSVIGWQMVNKISGSAF^ 

HumanPDEllA2_ DPRFNREVDLYTGYTTRNILCMPrVSRGSVIGWQMVNKISGSAFSKTDEN^ 

Mouse PDE11A3_ D PRFNREVDLYTGYTTRNILCMP IVSRGSVIGVVQMVNKISGSAFSKTDENNFKMFAVFC 



HumanP DEI 1A1_ AIAI^CANMYHRIRHSECIYRVTMEKLSYHJSICTSEEWC^^ 

HumanPDEl 1A2_ AlAlJiCANMYHRIRHSECIYRVTMEKLSYHS I CTSEEWQGLMQFTLPVRliCKEI ELFHFD 

MousePDEllA3__ ALAIJJCANMYHRIRHSECIYRVTMEKI^SYHSICTSEEWQGLMRP^ 



HumanPDEllAl_ I G P FENMWPG I FVYMVHRS CGTS C FELEKLCRF IMSVKlQraTlRVP YH1TWKHAVTVAHCMY 

HumanPDE 1 1A2_ I G P FENMWPG I FVYMVHRS CGTS CFELEKLCRFIM^VraO^YRRVPYHNWIQiAVTVAHCMY 

MousePDEllA3_ IGP FENMWPG I FVYMIHRSCGTSCFELEKLCRTIMSVKXNYRRVPYHNWKHA^ 

HumanPDEllAl_ AILQNNHTLFTDLERKGIJiIACLCHI>IJ)HRGFSNSYLQK^ 

HumanPDEllA2_ AILQNNHTLFTDLERXGLLIACLOiDIJDHRGFSNSYI^ 

MousePDEllA3__ AI LQNNNG L FTDL ERKGLL I ACLCHDLDHRG FSNSYLQ KFDH PLAAL YSTSTM E QHHFSQ 

HumanPDEl 1A1_ TVS ILQLEGHNT FSTLSS SEYEQVLEI IRKAI IATDLALYFGNRKQLEEMYQTG SLNLNN 

Human PD E 1 XA2 _ TVSILQLEGHNIFSTLSSSEYEQVLEIIRKAXIATDIJU,YFGNRKQLEEMYQTGSI^a^ 

MousePDEllA3_ TVS I LQLEGKNX FSTLSS S EYEQVLE 1 1 RKAI I ATDLAL YFGNRKQLEEMYQTG S LNLHN 



HumanP DE11A1_ QSHRDRVIGIJ^MTACDLCSVTKPWPVTKLTANDIYAEFWAEGDEMKKIXSIQPI 

HumanPDE 11A2_ QSHRDRVIGIJ»<MTAC35LCSVTKPWPVTKLTANDIYAEFW^ 

Mouse PDE11A3 QSHRDRVIGI^IMTACDLCSVTKLWPVTKLTANDIYAEFWAEGDEMX^^ 



HumanPDEl 1A1_ KDEVPC^QIX3FYNAVAIPCYTTLTQILPPTEPLLKACRDNl.SQWEKVTRGEETAr^ISSP 

HumanPDEl 1A2_ - KDEVPC^QLGFYNAVAIPCYTTLTQILPPTEPLLKACRDNL.SQWEKVIRGEETATWISSP 

Mous e PDE11A3_ RD EVPQGQLG FYNAVAI P CYTTLTQ I L P PTE PLLKACRDNLNQWE KVI RG E ETAMWI SGP 

HumanPDE 11A1_ SVAQKAAASED 

HumanPDE 11A2_ SVAQKAAASED 

MousePDEllA3 GPAPSKSTPEKLNVKVED 
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